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(A) 
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(C) 
(D) 



INFORMATION FOR SEQ ID NO: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 540 / 
TYPE: AMINO ACID 
STRANDEDNESS: SINGLE 
TOPOLOGY: UNKNOWN 
(Xi) SEQUENCE INSCRIPTION: SEQ 
Met Ala Lys Thr m 
1 



ID NO: 1: 

lie Ala Tyr Asp Glu Glu Ala Arg Arg Gly Leu 
5 10 15 



Glu Arg Gly Leu Asn Ala Leu Ala Asp Ala Val Lys Val Thr Leu 
20 25 30 



Gly Pro Lys ,Gly Arg Asn Val Val Leu Glu Lys Lys Trp Gly Ala 
/ 35 40 45 



Pro Thr II9 Thr Asn Asp Gly Val Ser lie Ala Lys Glu lie Glu 
50 55 60 

Leu Glu A^p Pro Tyr Glu Lys lie Gly Ala Glu Leu Val Lys Glu 
65 70 75 



Val Ala £ys Lys Thr Asp Asp Val Ala Gly Asp Gly Thr Thr Thr 
80 85 90 



34a 



Ala Thr Val Leu 



Val Ala Ala Gly 



s Ala Val Glu 



Glu Val Glu Thr 



Ala Gly Asp Gin 



Lys Val Gly Asn 



Phe Gly Leu Gin 



Gly Tyr lie Ser 



Ala Val Leu Glu 



Ser Thr Val Lys 



Ala Gly Lys Pro 



Ala Leu Ser Thr 



Ser Val Ala Val 



Met Leu Gin Asp 



Glu Glu Val Gly 



Gly Lys Ala Arg 



Val Glu Gly Ala 




rg Glu 
100 

Gly/ Val Lys 
115 

Ttyrr Leu Leu 
130 

la Ala Thr 
145 

Leu lie Ala 
160 

Thr Val Glu 
175 



Gly Tyr 
200 

Asp Pro 
215 

Asp Leu 
230 

Leu Leu 
245 

Leu Va 
260 

Lys Al/a 
275 / 

Met Ala 
290 / 

Leu/ Thr 
305 

L^s Val 
3J0 

Gly Asp 
635 



Val Asn 
Pro Gly 
lie Leu 
Leu Glu 
Val Val 
Thr Asp 



Glu Gly Met 
190 

Thr Asp Pro 
205 

Leu Leu Val 
220 

Leu Leu Glu 
235 

Ala Glu Asp 
250 

Lys lie Arg 
265 

Phe Gly Asp 
280 

Thr Gly Gly 
295 

Asn Ala Asp 
310 

Thr Lys Asp 
325 

Ala lie Ala 
340 



Gly Leu 
Arg Gly 
Lys Gly 
Ala Ala 
Glu Ala 
Glu Ser 
Arg Phe 
Glu Arg 
Ser Ser 
Lys Val 
Val Glu 
Gly Thr 
Arg Arg 
Gin Val 
Leu Ser 
Glu Thr 
Gly Arg 



Arg Asn 
105 

He Glu 
120 

Ala Lys 
135 

He Ser 
150 

Met Asp 
165 

Asn Thr 
180 

Asp Lys 
195 

Gin Glu 
210 

Lys Val 
225 

He Gly 
240 

Gly Glu 
255 

Phe Lys 
270 

Lys Ala 
285 

He Ser 
300 

Leu Leu 
315 

Thr He 
330 

Val Ala 
345 



34b 



Gin lie Arg Gin Glu lie Glu Asn Ser A^p Ser Asp 
350 555 

Glu Lys Leu Gin Glu Arg Leu Ala Lys/ Leu Ala Gly 
365 / 370 

Val lie Lys Ala Gly Ala Ala Thr <£lu Val Glu Leu 
380 / 385 

Lys His Arg lie Glu Asp Ala Va4 Arg Asn Ala Lys 
395 / 400 

Glu Glu Gly lie Val Ala Gly /Gly Gly Val Thr Leu 
410 / 415 

Ala Pro Thr Leu Asp Glu Le'u Lys Leu Glu Gly Asp 
425 / 430 

Gly Ala Asn lie Val Lys >Val Ala Leu Glu Ala Pro 
440 / 445 

lie Ala Phe Asn Ser Gly Leu Glu Pro Gly Val Val 
455 / 460 

Val Arg Asn Leu Pro Ala Gly His Gly Leu Asn Ala 
470/ 475 

V^l Lys Glu Asp Leii Leu Ala Ala Gly Val Ala Asp 
48% 490 

Val Thr Arg Ser fla Leu Gin Asn Ala Ala Ser lie 

>00 505 

Phe Leu Thr Thi/ Glu Ala Val Val Ala Asp Lys Pro 
515 520 

Lys Ala Ser V^l Pro Gly Gly Gly Asp Met Gly Gly 
530 535 



Tyr Asp Arg 
360 

Gly Val Ala 
375 

Lys Glu Arg 
390 

Ala Ala Val 
405 

Leu Gin Ala 
420 

Glu Ala Thr 
435 

Leu Lys Gin 
450 

Ala Glu Lys 
465 

Gin Thr Gly 
480 

Pro Val Lys 
495 

Ala Gly Leu 
510 

Glu Lys Glu 
525 

Met Asp Phe 
540 



(3) INFORMATION FOR SEQ ID NO: 2: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH/ 333 

(B) type: Amino acid 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: UNKNOWN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 
Ala Val Lys Val Gly lie Asn Gly Phe Gly 
1/5 10 

Val Ph^ Arg Ala Ala Leu Lys Asn Pro Asp 
20 25 



Arg lie Gly Arg Asn 
15 

He Glu Val Val Ala 
30 



34c 



Val Asn Asp Leu Thr Asp Ala Asn Thr Leu A^a His Leu Leu Lys 



35 



Tyr Asp Ser 



Val His Gly Arg Leu Asp Ala/ Glu Val Ser Val Asn 



50 



55/ 



Gly Asn Asn Leu Val Val Asn Gly Lys Gl 

65 170 



u lie lie Val Lys Ala 

75 



Glu Arg Asp Pro Glu Asn Leu Ala Woiy Glu He Gly Val Asp 

80 ' 8b 



He Val 



Val Glu Ser Thr Gly Arg p/e Thr Lys Arg Glu Asp Ala 



95 



100 



Ala Lys His Leu Glu Ala Gly Ala/Lys Lys Val He He Ser Ala 



110 



Pro Ala Lys Asn Glu Asp He Thr He Val Met Gly Val Asn Gin 

125 / 130 



Asp Lys Tyr Asp Pro Lys Ala /is His Val He Ser Asn Ala Ser 



140 



Cys Thr Thr Asn Cys Leu Ala 7 Pro Phe Ala Lys Val Leu His Glu 



155 



Gin Phe Gly lie Val Arc, aiy Met Met Thr Thr Val His Ser Tyr 

170 / 1/D 

Thr Asn Asp Gin Arg He/Leu Asp Leu Pro His Lys Asp Leu Arg 

185 / 190 

Arg Ala Arg Ala Ala J, Glu Ser lie lie Pro Thr Thr Thr Gly 

200 / 

Ala Ala Lys Ala Val /la Leu Val Leu Pro Glu Leu Lys Gly Lys 

215/ 220 

Leu Asn Gly Met All Met Arg Val Pro Thr Pro Asn Val Ser Val 

23'0 2Jr> 

„1 Asp Leu val i/la Glu Leu Glu Lys Glu Va! Thr Val Glu Glu 



245 



250 



Val Asn 



Ala Ala/Leu Lys Ala Ala Ala Glu Gly Glu Leu Lys Gly 



260 



He Leu Ala Tyr Ser Glu Glu Pro Leu Val Ser Arg Asp Tyr Asn 



275 



34d 



Gly Ser Thr Val Ser Ser Thr lie Asp £la 
290 



Asp Gly Lys Met Val Lys Val 
305 



Thr Gly Tyr Ser His Arg Val Val As 
320 



Ser Lys Gly 



Leu Ser Thr Met Val 
300 

Trp Tyr Asp Asn Glu 
315 

Ala Ala Tyr lie Ala 
330 



(4) INFORMATION FOR SEQ ID NO: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 32 

(B) TYPE: AMINO ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: UNKNOWN 

(xi) SEQUENCE DESCRIPTION: SEtf) ID NO: 3 
Val Lys Val Gly Val Asn Gly Phe Gly Arg lie Gly Arg Leu Val 
1 5/10 15 

Thr Arg Ala Ala Phe Ser Cys /Asp Lys Val Asp lie Val Ala lie 
20 / 25 30 

Asn Asp Pro Phe lie Asp Leu Asn Tyr Met Val Tyr Met Phe Gin 
35 / 40 45 

Tyr Asp Ser Thr His Gly L^s Phe Asn Gly Thr Val Lys Ala Glu 
50 / 55 60 

Asn Gly Lys Leu Val lie /Asn Gly Lys Pro lie Thr lie Phe Gin 
65 / 70 75 

Glu Arg Asp Pro Val Lys lie Lys Trp Gly Asp Ala Gly Ala Glu 
80 / 85 90 

Tyr Val Val Glu Ser Thr Gly Val Phe Thr Thr Met Glu Lys Ala 
95 j 100 105 

Gly Ala His Leu Lys /Gly Gly Ala Lys Arg Val lie lie Ser Ala 
110/ 115 120 

Pro Ser Ala Asp Alf Pro Met Phe Val Met Gly Val Asn His Glu 
125 130 135 

Lys Tyr Asp Asn Ser Leu Lys lie Val Ser Asn Ala Ser Cys Thr 
l/40 145 150 



Thr Asn Cys Leu Ala Pro Leu Ala Lys Val lie His Asp Asn Phe 
(155 160 165 



34e 



ly lie val Glu Gly Leu Met Thr Thr/ Val His 
Thr Gin Lys Thr Val Asp Gly Pro Sejc Gly Lys 
Gly Arg Gly Ala Ala Gin Asn lie fe Pro Ala 

Ala Lys Ala Val Gly Lys Val Ile/rro Glu Leu 

215 

Thr Gly Met Ala Phe Arg Val Pr/> Thr Pro Asn 

230 / ZJO 

Asp Leu Thr Cys Ar| Leu Glu j/ys Pro Ala Lys 
Lys Lys val val Lys Gin Ala/Ala Glu Gly Pro 

^ Gly Tyr Thr Glu Asp afn Val Val Ser Cys 

275 

Asn ser His Ser Ser Thr /Phe Asp Ala Gly Ala 

290 / 

Asn Asp Asn He Val Ly/ Leu He Ser Trp Tyr 

305 



Gly Tyr Ser Asn Arg y/al Val Asp Leu Met Ala 



Lys Glu 

(5) INFORMATION FOR SEQ ID NO: 4: 
(i) SEQUENCE CHARACTERISTICS: 



Ala He 
Leu Trp 
Ser Thr 
Asn Gly 
Val Ser 
Tyr Asp 
Leu Lys 
Asp Phe 
Gly He 
Asp Asn 
Tyr Met 



Thr Ala 
180 



Arg Asp 
195 

Gly Ala 
210 

Lys Leu 
225 

Val Val 
240 

Asp He 
255 

Gly He 
270 

Asn Ser 
285 

Ala Leu 
300 

Glu Tyr 
315 

Ala Ser 
330 



(A) LENGTH: 573 / 

(B) TYPE: AMINO ACID 

(C) STRANDEDNESS/ SI1 



(C STRANDEDNESS/ SINGLE 
! / 5 



Arg Val Leu A /a Pro His Leu Thr Arg Ala Tyr 
* ' 20 " 



Lys Phe Gly /la Asp Ala Arg Ala Leu Met Leu 



Arg Pro Val Ser 
15 

Ala Lys Asp Val 
30 

Gin Gly Val Asp 
45 



34f 



Leu Leu Ala Asp Ala Val Ala Val Th/ Met Gly Pro Lys Gly Arg 



50 



55 



Thr val lie He Glu Gin Ser Trp o4y Ser Pro Lys Val Thr Lys 

65 / 70 

Asp Gly val Thr Val Ala Lys Ser/lle Asp Leu Lys Asp Lys Tyr 

Lys Asn lie Gly Ala Lys Leu Wl Gin Asp Val Ala Asn Asn Thr 

95 / luu 

Asn Glu Glu Ala Gly Asp Gly /hr Thr Thr Ala Thr Val Leu Ala 

Arg Ser He Ala Lys Glu Gly/ Phe Glu Lys He Ser Lys Gly Ala 

125 ' 130 



Asn Pro 



Val Glu He Arg A^g Gly Val Met Leu Ala Val Asp Ala 



140 / 145 

Val lie Ala Glu Leu Lys £ys Gin Ser Lys Pro Val Thr Thr Pro 

155 / 160 

Glu Glu lie Ala Gin Va/ Ala Thr He Ser Ala Asn Gly Asp Lys 



170 

Glu lie Gly Asn He lie Ser Asp Ala Met Lys Lys Val Gly Arg 

185 / iyu 

Lys Gly Val He Thr /Val Lys Asp Gly Lys Thr Leu Asn Asp Glu 



175 



200/ 



205 



Leu Glu lie He Glv/ Gly Met Lys Phe Asp Arg Gly Tyr He Ser 

215 220 



Pro 



7 

Tyr Phe He Asn Thr Ser Lys Gly Gin Lys Cys Glu Phe Gin 



2'30 



Asp Ala Tyr Val Lu Leu Ser Glu Lys Lys He Ser Ser He Gin 



'245 



250 



Ser 



He Val Pro' Ala Leu Glu He Ala Asn Ala His Arg Lys Pro 
/ 265 z/u 



260 



Leu Val He Il'e Ala Glu Asp Val Asp Gly Glu Ala Leu Ser Thr 



275 



280 



Leu 



Val Leu isn Arg Leu Lys Val Gly Leu Gin Val Val Ala Val 



290 



295 



34g 



Lys 



Ala Pro Gly Phe Gly Asp Asn A^g Lys Asn Gin Leu Lys Asp 



305 



310 



et Ala lie Ala Thr Gly Gly Ala /al Phe Gly Glu Glu Gly Leu 

320 / 

Thr Leu Asn Leu Glu Asp Val GlJ Pro His Asp Leu Gly Lys Val 

335 / 340 

Gly Glu Val lie Val Thr Lys a/ P Asp Ala Met Leu Leu Lys Gly 

350 / 355 

Lys Gly Asp Lys Ala Gin lie Lu Lys Arg He Gin Glu He lie 

365 / 370 

Glu Gin Leu Asp val Thr Th/ Ser Glu Tyr Glu Lys Glu Lys Leu 

380 / Jt5D 

Asn Glu Arg Leu Ala Lys Ju Ser Asp Gly Val Ala Val Leu Lys 

val Gly Gly Thr Ser Asp /al Glu Val Asn Glu Lys Lys Asp Arg 

410 / 41t> 

val Thr Asp Ala Leu As/ Ala Thr Arg Ala Ala val Glu Glu Gly 



425 



lie val Leu Gly Gly c/y Cys Ala Leu Leu Arg Cys He Pro Ala 



440 



Leu Asp Ser Leu Thr>o Ala Asn Glu Asp Gin Lys He Gly lie 



455J 



Glu lie lie Lys Ari Thr Leu Lys He Pro Ala Met Thr He Ala 

47/0 47 b 

Lys Asn Ala Gly vil Glu Gly Ser Leu lie Val Glu Lys He Met 



Gin ser Ser Ser /gIu val Gly Tyr Asp Ala Met Ala Gly Asp Phe 



500 



val Asn Met Va/ Glu Lys Gly He He Asp Pro Thr Lys Val val 

/ 515 520 
Arg Thr Ala liu Leu Asp Ala Ala Gly Val Ala Ser Leu Leu Thr 



530 



Thr Ala Glu Ul Val Val Thr Glu He Pro Lys Glu Glu Lys Asp 



545 



34h 



Pro Gly Met Gly Ala Met Gly Gly Met Gly Gl^ Gly Met Gly Gly 
560 565 / 570 



Gly Met Phe 

(6) INFORMATION FOR SEQ ID NO: 5: 
(i) SEQUENCE CHARACTERISTICS 

(A) LENGTH: 547 

(B) TYPE: AMINO ACID 

(C) STRANDEDNESS : SINGLE 

(D) TOPOLOGY: UNKNOWN 

(xi) SEQUENCE DESCRIPTION: SEQ ID /NO: 5: 

Ala Lys Asp Val Lys Phe Gly Ala Ksp Ala 
1 5 / 10 

Gin Gly Val Asp Leu Leu Ala Asd Ala Val 
20 1 25 

Pro Lys Gly Arg Thr Val lie l4e Glu Gin 
35 / 40 

Lys Val Thr Lys Asp Gly Val/ Thr Val Ala 
50 / 55 

Lys Asp Lys Tyr Lys Asn lie Gly Ala Lys 
65 / 70 

Ala Asn Asn Thr Asn Glu /Glu Ala Gly Asp 
80 / 85 

Thr Val Leu Ala Arg Ser lie Ala Lys Glu 
95 / 100 

Ser Lys Gly Ala Asn fro Val Glu lie Arg 
110 / 115 

Ala Val Asp Ala Va]/ lie Ala Glu Leu Lys 
125 130 

Val Thr Thr Pro Glu Glu He Ala Gin Val 
lAo 145 



L 



Asn Glv Asr> Lvs Asp He Gly Asn He He 

yl55 160 

Lys Gly Val He Thr Val 

170 175 

Leu Asn Asp G^u Leu Glu He He Glu Gly 

185 190 



Arg Ala Leu 
Ala Val Thr 
Ser Trp Gly 
Lys Ser He 
Leu Val Gin 
Gly Thr Thr 
Gly Phe Glu 
Arg Gly Val 
Lys Gin Ser 
Ala Thr He 
Ser Asp Ala 
Lys Asp Gly 
Met Lys Phe 



Met Leu 
15 

Met Gly 
30 

Ser Pro 
45 

Asp Leu 
60 

Asp Val 
75 

Thr Ala 
90 

Lys He 
105 

Met Leu 
120 

Lys Pro 
135 

Ser Ala 
150 

Met Lys 
165 

Lys Thr 
180 

Asp Arg 
195 



34i 



Val Leu Leu Ser Glu Lys Lys lie 

22b 



™^ Til A<*n Thr Ser Lys Gly Gin Lys 
Gly Tyr He Ser Pro Tyr Phe 1 14 Asn Tnr ^ ^ 

200 / z 

C ys Glu Phe Gin Asp Ala Tyr vil Leu Leu 

215 / 

ser Ser Val Gin Ser lie val L, Ala Leu Glu He Ala Asn Al. 

230 / 

™=,i ni He Ala Glu Asp Val Asp Gly Glu 
His Arg Lys Pro Leu Val II* He Aia ^ f 255 

245 / Z3U 

A1 a Leu ser Thr Leu Va! l/u Asn Arg Leu Lys Val 01, Leu Gin 



245 

Leu 
260 

Lys 
275 

Met 
290 

Asn 
305 



265 

r-u/ Phe Glv Asp Asn Arg Lys Asn 
Val Val Ala Val Lys Ala Pro Gly Phe Giy asp ^ 



ti. ai» Thr Glv Gly Ala Val Phe Gly 
Gin Leu Lys Asp Met Ala/ He Ala Thr Giy u y 3QQ 

290 / zyo 

T / t«h riu asp Val Gin Ala His Asp 

Glu Glu Gly Leu Asn Leu Asn Leu Glu Asp va ^ 

305 / JXU 
Leu Giy Lys Val Gly <L Val He Val Thr Lys Asp Asp Ala Met 

L eu Leu Lys Gly Lys L Asp Lys Ala His He GXu Lys Ar, He 



cl» Glu lie Thr Glu' Gin Leu Asp lie Thr Thr Ser Glu Tyr Glu 

350 JOD 
Lys Glu Lys Leu AsL Glu Ar, Leu Ala Lys Leu Ser Asp Gly Val 

Ala Val Leu Lys vil Gly Gly Thr Ser Asp Val Glu Val Asn Glu 

380 JOD 

Lys Lys Asp Arg |Val Thr Asp 



Ala Leu Asn Ala Thr Arg Ala Ala 



395 



400 



405 



val Glu Glu Giy! He Val Leu Gly Gly Gly Cys Ala Leu Leu Ar, 

/ 410 

Cys lie Pro Ala Leu Asp Ser Leu Lys Pro Ala Asn Glu Asp Gin 

lie Lys Arg Ala Leu Lys He Pro Ala 



425 



Lys He Gly lie Glu He 
J I 440 



445 



34j 



Met 


Thr 


He 


Ala 


Lys 
455 


Asn 


Ala / 


Gly 


Val Glu Gly 
460 


Ser 


Leu 


He 


Val 
465 


Glu 


Lys 


He 


Leu 


Gin 
470 


Ser 


Self 


Ser 


Glu Val 
475 


Gly 


Tyr 


Asp 


Ala 


Met 
480 


Leu 


Gly 


Asp 


Phe 


Val 
485 


Asn 


Mfct 


Val 


Glu Lys 
490 


Gly 


He 


He 


Asp 


Pro 
495 


Thr 


Lys 


Val 


Val 


Arg 
500 


Thr 


Ala 


Leu 


Leu Asp 
505 


Ala 


Ala 


Gly 


Val 


Ala 
510 


Ser 


Leu 


Leu 


Thr 


Thr 
515 


Alaf 


Glu 


Ala 


Val Val 
520 


Thr 


Glu 


He 


Pro 


Lys 
525 


Glu 


Glu 


Lys 


Asp 


Pro 
530 


Gly 


Met 


Gly 


Ala Met 
535 


Gly 


Gly 


Met 


Gly 


Gly 

540 


Gly 


Met 


Gly 


Gly 


Gly 
545 


Met 


Phe 

















(7) INFORMATION FOR/ SEQ ID NO: 6: 
(i) SEQUENCE CHARACTERISTICS 

(A) LENGTH: 555 / 

(B) TYPE: AMINO AC/ID 

(C) STRANDEDNESS : /SINGLE 
TOPOLOGY: UNKNOWN 

H'^^uS^E.^^'-- vax Lys - oiy 

L Asp Ala Arg/wa Leu Met Leu Gin Gly val Asp Leu Leu Ala 
Asp Ala val All val Thr Met Gly Pro Lys Gly Arg Thr Val lie 
lie Glu Gin sir Trp Gly Ser Pro Lys Val Thr Lys Asp Gly Val 

/ 50 bD 

Thr val Ala L Ser He Asp Leu Lys Asp Lys Tyr Lys Asn lie 

Gly Ala I*. La ™ Gln ke * Val A1 * £" ** *"* ^ So" 

Ala Gly AspLy Thr Thr Thr Ala Thr Val Ua Ala Arg Ser lie 
Ala Lys Gil Gly Phe Glu Lys lie Ser Lys Gly Ala Asn Pro Val 

T 11Q 115 



34k 



Glu lie Arg Arg Gly Val Met Leu A /a Val Asp Ala Val He Ala 




125 



130 



Glu Leu Lys Lys Gin Ser Lys Pro/val Thr Thr Pro Glu Glu lie 



Ala Gin 



140 / 145 

Val Ala Thr He Ser A/a Asn Gly Asp Lys Asp He Gly 



155 / 160 

Asn lie He Ser Asp Ala Met/Lys Lys Val Gly Arg Lys Gly Val 



170 



175 



lie Thr Val Lys Asp Gly Js Thr Leu Asn Asp Glu Leu Glu lie 



185 



190 



lie Glu Gly Met Lys Phe fp Arg Gly Tyr He Ser Pro Tyr Phe 



He Asn 



200 / 205 

Thr Ser Lys Gly/cln Lys Cys Glu Phe Gin Asp Ala Tyr 



215 



220 



Val Leu Leu Ser Glu L^s Lys Phe Ser Ser Val Gin Ser He Val 



230 



Pro Ala Leu 



Glu He ila Asn Ala His Arg Lys Pro Leu Val lie 



245 



250 



lie Ala Glu Asp Val/Asp Gly Glu Ala Leu Ser Thr Leu Val Leu 

260 26b 

Asn Arg Leu Lys V^l Gly Leu Gin Val Val Ala Val Lys Ala Pro 

Gly Phe Gly Asp /sn Arg Lys Asn Gin Leu Lys Asp Met Ala lie 

290 2yD 

Ala Thr Gly GlyLa Val Phe Gly Glu Glu Gly Leu Asn Leu Asn 

/ 305 31U 

Leu Glu Asp Va/ Gin Ala His Asp Leu Gly Lys Val Gly Glu Val 

/ 320 

Val Thr Lys Asp Asp Ala Met Leu Leu Lys Gly Lys Gly Asp 



He 



335 



340 



Lys Ala His lie Glu Lys Arg He Gin Glu He Thr Glu Gin Leu 
[ 350 355 

Asp lie Thr/Thr Ser Glu Tyr Glu Lys Glu Lys Leu Asn Glu Arg 



341 




Leu Ala Lys 
Thr Ser Asp 
Ala Leu Asn 
Gly Gly Gly 
Leu Lys Pro 
Lys Arg Ala 
Gly Val Glu 
Ser Glu Val 
Val Glu Lys 
Leu Leu Asp 
Ala Val Val 
Gly Ala Met 



Leu Ser Asp 
380 

Val Glu Val 
395 

Ala Thr Arg 

7 410 

Cys Ala Leu 
425 

Ala Asn Glu 
440 

Leu Lys lie 
455 

Gly Ser Leu, 
470 



Gly Tyr Ai 
485 



Gly He He 

500 / 

Ala Ala/ Gly 
515 

Thr Gld He 

^30 

Gly Gly Met 
545 




Gly Met 
550 



Val Gly Gly 
390 

Val Thr Asp 
405 

He Val Leu 
420 

Leu Asp Ser 
435 

Glu He He 
450 

Lys Asn Ala 
465 

Gin Ser Ser 
480 

Val Asn Met 
495 

Arg Thr Ala 
510 

Thr Ala Glu 
525 

Pro Gly Met 
540 

Gly Met Phe 
555 



34m 



